ABSTRACT
INTRODUCTION
Copper is widely distributed in the biological systems. Complexes of Cu are capable of interaction with nucleic acids and have been intensively studied/1-3/. Sigman et al. have proved Cu(Phen)2 + to be an efficient nuclease which can be employed for understanding the DNA binding mechanism in DNA complexes/4-6/. Artificial nucleases have been proved to be an efficient tool for the footprinting and sequence specific targeting of nucleic acids/7,8/. Despite the intense study, the exact mode of binding remains unknown/9-1 l/. Current researchers are developing new applications and finding new ways to design more efficient and Author for correspondence t'ol. 9 protons was observed at 3.70-3.80 ppm. and 0.62-1.80 ppm respectively. The primary amine proton signal was observed at 5.0 ppm. In the complex C:sH36NsOaNiCl, the absence of carboxylic proton signal of the amino acid confirms coordination to the metal through oxygen atom of carboxylic group. There was no major shiR in the 5 values after coordination of amino acid to the metal. The primary amine signal appears at 4.90 ppm /29/ and CH2 proton signal at 3.62-3.74 ppm respectively. The mutliplet due to the phenyl protons appears at 7.17-7.43 ppm. (Fig.l) .
The ratio of anodic to cathodic peak currents is---1. At different scan rates the voltammogram do not show any major change (Fig. 2) (Fig. 4) . On the basis of the kinetic data, the following mechanism is proposed.
The observed rate law is kobs kl k2[DNA]/(k-l+ k2)
